9 10 Figure S1. HSC70 binding sites on CFTR and polypeptide properties. (a) Peptide 1097-L was immobilized and 11 1 μM HSC70 bound in the absence of nucleotide, or in the presence of ADP or ATP as in Fig. 1b. Binding is 12 quantified as a fraction of the maximum binding observed, n≥4. (b) Domain structure of CFTR as in Fig. 1. Bottom, 13 the corresponding peptide number in the CFTR sequence is marked. (c) The raw HSC70 binding signals from Fig. 14 1b are plotted together with the negative control signals detected in the absence of His-tagged chaperones, 15 represented as 1,000 arbitrary absorbance units (kAU), n≥4. (d) Hydrophobicity of CFTR using a 15-residue 16 window is plotted together with predictions of HSC70 binding by LIMBO. (e) Prediction of disordered sequences by 17 DisEmbl is plotted together with predictions of β-sheet aggregation propensity by TANGO. Error bars show 18 standard deviations from the mean. 19 20 Figure S2. Titration of chaperone binding to peptides. (a to c) The indicated peptide was immobilized, and 21 increasing amounts of HSC70 (a), DJA1 (b) and DJA2 (c) were bound as in Fig. 1. Binding is represented as 1,000 22 arbitrary absorbance units (kAU), n≥6 for HSC70, n=3 for DJA1 and DJA2. Error bars show standard deviations 23 from the mean. 24 25
. L Peptides. The names, start and end residues and CFTR domain of the 15-mer L peptides are listed. 20 21   Table S2 . S Peptides. The names, sequences, middle residues and lengths of the 9-and 10-mer S peptides are listed. 22
The names are coloured by chaperone binding according to the legend, the same as in Fig. 5 . 23 24   Table S3 . Affinity Calculations. The dissociation constants of peptides binding to HSC70, DNAJA1 and DNAJA2 25 were calculated from the ELISA data in 
